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Expression data description 
 
 
Expressions ratios are given relative to geometric average of 7 normal endometrial 
samples.  Gene identifiers were obtained from mAdb (microarray database at National 
Cancer Institute, NIH, http://nciarray.nci.nih.gov).  All the identifiers except “Unique Id” 
are periodically updated by mAdb to maintain accurate book-keeping up to date.  
 
Unique Id:   A unique identifier assigned to each spot on microarray by mAdb to 

track the probe.   
 
Clone Id: Incyte PD clone identification number. 
 
UniGene cluster: NCBI UniGene cluster number. 
 
Gene symbol: Official gene symbol. 
 
Description: The gene description corresponding to BLAST.   
 
 
 
 
 


